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The anaerobic digestion process has been one of the key processes for renewable energy recovery from
organic waste streams for over a century. The anaerobic digestion microbiome is, through the continuous
development of novel techniques, evolving from a black box to a well-defined consortium, but we are not
there yet. In this perspective, I provide my view on the current status and challenges of the anaerobic
digestion microbiome, as well as the opportunities and solutions to exploit it. I consider identification
and fingerprinting of the anaerobic digestion microbiome as complementary tools to monitor the
anaerobic digestion microbiome. However, data availability, method-inherent biases and correct taxa
identification hamper the accuracy and reproducibility of anaerobic digestion microbiome character-
ization. Standardisation of microbiome research in anaerobic digestion and other engineered systems
will be essential in the coming decades, for which I proposed some targeted solutions. These will bring
anaerobic digestion from a single-purpose energy-recovery technology to a versatile process for inte-
grated resource recovery. It is my opinion that the exploitation of the microbiome will be a driver of
innovation, and that it has a key role to play in the bio-based economy of the decades to come.
© 2020 The Author(s). Published by Elsevier B.V. on behalf of Chinese Society for Environmental Sciences,
Harbin Institute of Technology, Chinese Research Academy of Environmental Sciences. This is an open
access article under the CC BY license (http://creativecommons.org/licenses/by/4.0/).1. Introduction
The recovery and supply of renewable energy can be considered
one of the key challenges of our present changing World with its
increasing human population. The European Commission recently
(end 2019) engaged an ambitious commitment to achieve no net
greenhouse gas emission by 2050. This so-called European Green
Deal (COM/2019/640 final), obviously implies that other interna-
tional partners share this ambition to avoid “carbon leakage”
outside the European Union [1].
Multiple renewable energy supply systems have been put for-
ward to contribute to this ambitious objective, including photo-
voltaics, on- and offshore wind, hydropower, geothermal, and
biomass [2,3]. One of the key technologies for renewable energy
recovery from biomass is anaerobic digestion, which allows the
production of energy-rich biogas. Renewable energy represented
about 18% of total gross final energy consumption in 2018 in the EU
[4]. Biogas constitutes about 8% of the renewable energy supply
(estimation 2015), with values still increasing each year [5]. Thesevier B.V. on behalf of Chinese Soc
access article under the CC BY licenumbers indicate that anaerobic digestion is not the major solution
for renewable energy recovery, yet, here, I will emphasize the vast
potential of this technology, through the exploitation of the
anaerobic digestion microbiome, and the possibilities for its future
development beyond mere energy recovery. Hence, the key
objective of this perspective is to provide solutions to the existing
and emerging issues concerning microbiome engineering in
anaerobic digestion, and consider future research directions for the
coming decades.2. The anaerobic digestion microbiome
2.1. Status and challenges
Anaerobic digestion is a process that relies on a well-balanced
mixed microbial community, with a history that dates back almost
140 years [6]. Over these years, knowledge concerning the key
process parameters and microbial community composition, organi-
sation and activity has increased alongside the development of novel
monitoring techniques and molecular/microbial methods. The
identification of key process parameters, i.e., total ammonia
(NH4þ þ NH3), residual volatile fatty acids (VFA), pH, salinity,iety for Environmental Sciences, Harbin Institute of Technology, Chinese Research
nse (http://creativecommons.org/licenses/by/4.0/).
Fig. 1. Schematic overview of the potential method-inherent biases in the process of
obtaining a microbial community profile (operational taxonomic unit (OTU) table)
from an anaerobic digester. For each step in the process, three potential options are
listed (even though more are possible), resulting in a total of 36 possibilities and
potentially different microbial community profiles. The differently coloured arrows
(blue, green and red) reflect a different sequence of method selection, resulting in a
potentially different microbial community profile. (For interpretation of the references
to colour in this figure legend, the reader is referred to the Web version of this article.)
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straightforward. Recently more advanced and/or integrated physico-
chemical monitoring approaches have been developed, either for
early-warning indication [9,10] and/or based on alternative param-
eters or through novel methods [11e13].
Monitoring and/or evaluation of the microbial community can
be considered on two levels, i.e., the identification of taxa, genes,
transcripts, proteins and metabolites or the characterization of the
microbial community as a coherent entity through fingerprinting,
each of which, in my opinion, has its merits. For argument sake,
here, I will consider this approach for taxa, but this applies to genes,
transcripts andmetabolites as well, all of which, in my opinion, will
become more and more prominent for microbiome-based process
engineering in the decades to come. The first level concerns the
identification of taxa at different phylogenetic levels, which
enabled the identification of a “core microbiome” [14e17], and
indicator taxa of process performance [18e20]. Moreover, each
individual anaerobic digestion was confirmed to host a unique
microbiome [21,22]. While the identification of taxa enables
monitoring of key taxa with early-warning potential for process
failure detection [23], it does not consider the overall concept of
redundancy [24], which can be considered of key importance in
anaerobic digestion [25e27]. Such monitoring of dynamics, related
to redundancy, requires another approach that provides an overall
view on the microbial community through fingerprinting.
Microbial fingerprinting can be considered the second level of
microbial community monitoring, and does not necessarily imply
the need for taxa, genes, transcripts, proteins or metabolites iden-
tification. This enables the usage of more traditional methods, such
as terminal restriction length polymorphism (T-RFLP) [28,29], or
denaturing gradient gel electrophoresis [30,31]. Even though these
“old-school” techniques have their merits, high throughput ampli-
con sequencing and the “omics” should be the preferred methods,
because they allow both identification and overall microbial com-
munity fingerprinting. Fingerprinting approaches will, in the de-
cades to come, exceed the level of DNA-based amplicon sequencing
to RNA-based approaches, either at the 16S level [32] or the entire
transcriptome, and to phenotypic fingerprinting through flow
cytometry [33,34]. Such fingerprints capture both a-diversity, e.g.,
richness, evenness and overall diversity [35], and b-diversity pa-
rameters to characterize both (dis)similarity and dynamics in and
between anaerobic digesters [18]. Even though these fingerprinting
techniques estimate microbial community organisation (a-diversity)
and the key stress response mechanism of themicrobial community,
i.e., resistance, resilience or redundancy [24,36], they fail to identify
key taxa, genes, transcripts, proteins andmetabolites, and commonly
do not provide a direct answer concerning microbial community
performance [37]. Hence, a combined complementary approach of
key taxa, genes, transcripts or metabolites identification and overall
microbial community fingerprinting at different levels is, in my
opinion, essential for the transition to a new level of “microbial
community monitoring” in anaerobic digestion.
Microbial community monitoring in anaerobic digestion, but
also other microbial ecosystems, comes at the cost of method-
inherent biases and the lack of, even research field-specific,
standardisation [38]. The succession of sample storage, DNA
extraction method, primer choice, variable region in the 16S rRNA
gene selection, amplicon sequencing platform and data processing
pipeline entails a series of choices that can strongly impact the final
microbial community profile (Fig. 1). If the same methods are used,
reliable and robust results can be obtained, yet, this complicates
data comparison between studies using different methods. Already
at the sample storage, microbial community composition and fin-
gerprints can be influenced, as demonstrated for faecal samples
[39]. The subsequent DNA extraction of samples from anaerobicdigesters appears to have a protocol-related effect on the microbial
community profile [40], which can even be influenced by minor
modifications in the protocol [41]. The primer choice, whether or
not in relation to a difference in the variable or V-region in the 16S
rRNA gene, can also strongly impact the microbial community
profile [41e43]. Even though Illumina has become the standard for
amplicon sequencing, amongst others with the discontinuation of
454 pyrosequencing in 2013, the Ion Torrent, Pacific Biosciences,
and especially the Nanopore MinION technology [44] are becoming
more comment. However, their different microbial community
profile outcomes, which was observed even for mock microbial
communities [43] and genomic analyses [45] will also have its
reflection on the anaerobic digestion microbial community profile.
Finally, the data processing pipeline (e.g., Mother, QIIME 1&2), and
its (inherent) settings have been shown to influence mock com-
munity profiles [46], which undoubtedly also reflects the profile of
the complex microbial community in anaerobic digestion.
These inherent method-related biases constitute an immense
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(engineered) microbial ecosystems. A key question remains
whether one is looking at the actual microbial community or rather
at method-related artefacts, which, in turn, makes one question the
entire concept of microbial community amplicon sequencing in
anaerobic digestion (and beyond). Fingerprinting appears to be less
method-dependent than taxon identification, as observed when
comparing T-RFLP with Illumina amplicon profiles [47,48], but, as
mentioned earlier, should be combined with taxon identification.
Hence, this constitutes a, to my opinion, key challenge in future
research and method standardisation to enable accurate and reli-
able microbial community monitoring in anaerobic digestion.
2.2. Opportunities and solutions
Fifteen years of high-throughput amplicon sequencing [49] have
resulted in a vast amount of studies concerning the anaerobic
digestion microbiome, either in lab-scale experiments or full-scale
digesters. Several researchers carried out meta data studies [50,51],
each of which expanded our overall knowledge on the anaerobic
digestion microbiome, but also stumbled upon several issues/op-
portunities. A first issue concerns the availability of both raw (fastq)
and processed (operational taxonomic unit (OTU) table) data files.
Generally, these data files should be made accessible through on-
line depositories, e.g., the National Center for Biotechnology Infor-
mation (NCBI) or the European Nucleotide Archive (ENA). However,
especially in the early era of high-throughput sequencing, authors
often waived such responsibility, due to various, often valid, rea-
sons. This makes it impractical for other researchers to access these
valuable data. It is my view that both raw (online repositories) and
processed (in supplementary information or online repositories)
data should be provided directly to the reader to allow them to (1)
directly use the raw files and (2) compare their outcome following
data processing with the processed data of the author.
The second issue emerges from the first one, i.e., the diverse use
of primer sets, V-regions and sequencing platforms makes com-
parison of raw data sets a challenging task. To tackle this issue,
three essential actions are needed. First, a comprehensive study
that documents the impact on the anaerobic digestion microbiome
(both taxon identification and fingerprinting) of DNA extraction
method, primer choice, variable region in the 16S rRNA gene se-
lection, amplicon sequencing platform and data processing pipe-
line will be critical. This should be done bymerging existing studies
on lab- and full-scale. Second, this information should enable
selecting (a set of) suitable techniques that act as standard to avoid
or at least limit future method-based biases in amplicon
sequencing techniques. A similar method standardisation approach
was applied for the earth microbiome project [52] and human
microbiome project [53], which should also find its way into
anaerobic digestion and other engineered microbial ecosystems.
Third, following the selection of standardised method, the key
parameters to be reported in relation to anaerobic digestion
microbiome data, especially at the full-scale, should be selected, as,
currently, operational data inclusion is quite variable between
studies.
A third issue concerns the identification of key taxa, which, even
when method-related biases are eliminated, poses an important
challenge with respect to the ever-evolving, but still incomplete
multitude of microbial databases [54]. Ecosystem-specific data-
bases, for example, the MiDAS database for activated sludge [55]
and anaerobic digestion [56], could provide an answer to this
problem, through amore target-oriented identification approach of
microbial taxa. Nonetheless, constant updating, which is meticu-
lously done for the MiDAS database [57], is essential to keep the
ecosystem-specific databases in line with the global databases.Full-length 16S rRNA gene sequencing makes it even possible to
establish a more complete ecosystem-targeted database, for the
activated sludge and anaerobic digestion in the case of MiDAS,
exceeding the limitations of large-scale general databases [57]. The
application of amplicon sequence variants (ASVs) instead of OTUs,
which allows finer resolution, independently from reference da-
tabases, to single-nucleotide differences [58], is an approach that
could allow more accurate identification of taxa. The identification
and characterization of novel taxa, to be incorporated in microbial
databases, remains a key issue for anaerobic digestion, given the (1)
anaerobic conditions and (2) complex interactions, which makes
pure culture growth of key taxa challenging. Even though we are in
an era of high-throughput methods that (partially) replace classic
microbiology approaches, as is the case in for example drinking
water [59], (basic) microbiology will remain important in the de-
cades to come to solidify and expand or knowledge on the anaer-
obic digestion microbiome.
I illustrated these challenges on the level of amplicon
sequencing, as these have become imminent in the previous
decade, yet, these challenges equally apply to the “omics”, which, in
my opinion, will become apparent in the coming decades. The key
challenge is to overcome these issues, which I prefer to consider as
challenges/opportunities, in the coming decades, and we have the
techniques/knowledge to do so. This will allow us to expand our
knowledge of the anaerobic digestion microbiome, with the po-
tential to shift from mere post hoc description to integrated and
proactive process steering and engineering.
3. The future of the anaerobic digestion microbiome
As Voltaire so eloquently phrased in the 18th century: “Lemieux
est l’ennemi du bien. (Better is the enemy of good.)”. The vision of
using microbiome-based parameters to monitor and steer the
anaerobic digestion process should expand beyond the border of
current knowledge, and should bring forth novel opportunities,
rather than rephrasing or confirming current process steering ap-
proaches. Anaerobic digestion as a process has gone through more
than a century of development and optimization [6], but currently
reaches its limits, related to the inherently low economic value of
biogas. The pressing issues of Climate Change, translated in the
European Green Deal, will require anaerobic digestion to move
towards a new level to keep up with other renewable energy
providing technologies, such as photovoltaics and wind energy.
Hence, anaerobic digestion needs to evolve as a process beyond
mere energy recovery to integrated resource recovery, or will
perish alongside other technologies that are unable to deal with
today’s sustainability requirements.
The anaerobic digestion microbiome can play a key role in this
transition, if we succeed in successfully completing the above-
mentioned opportunities. The anaerobic digestion microbiome
knowledge can provide us with key/indicator/marker (whatever
you prefer to name them) taxa to monitor, for which we can
develop suitable methods. It will allow us to track microbiome
stability through fingerprinting, for which we should develop
suitable, either case-specific or general, benchmarks. It will enable
us to exceed beyond taxa to key/indicator/marker genes (and their
transcripts) and pathways (through application of the “omics”) that
will predict the potential of the anaerobic digestion process, be it
feedstock degradation potential, organic loading capacity or stress
tolerance. A key example of such an approach with high potential
resides in the monitoring of the F420 cofactor through flow
cytometry [34] or the F430 cofactor through liquid chromatography
[60], both of which can provide an accurate and direct view on
methanogenic activity. It will allow us to not only monitor taxa, but
also apply strategies to selectively enrich taxa (and even genes and
J. De Vrieze / Environmental Science and Ecotechnology 3 (2020) 1000324pathways) beyond the limited potential of bioaugmentation [61].
These opportunities do not conflict with the initial citation of
Voltaire, as further development of the anaerobic digestion process
is essential for it to cope with today’s (emerging) challenges.
Anaerobic digestion has the potential to expand its central role in the
bio-based circular economy, as a beacon of not only renewable en-
ergy recovery, but also valorisation of novel/challenging waste
streams, e.g., within the biorefinery, integrated resource recovery (N,
P, K and beyond) and targeted product outcome beyond biogas to-
wards commodity chemicals, e.g., through super-dry reforming [62],
polyhydroxyalkanoates, medium- and long-chain fatty acids [63],
and microbial protein for food/feed applications [64]. This will re-
invent anaerobic digestion as a key process in the bio-based circu-
lar economy in which microbial ecology will, thus, play a key role.
Hence, it is my vision that the anaerobic digestion microbiome will
be the driver of innovation of the anaerobic digestionprocess as such
and mixed culture fermentation processes in general to tackle the
main challenges of our present society in the decades to come.
Declaration of competing interest
The authors declare that they have no known competing
financial interests or personal relationships that could have
appeared to influence the work reported in this paper.
Acknowledgments
Jo De Vrieze is supported as postdoctoral fellow by the Research
Foundation Flanders (FWO-Vlaanderen). The author would like to
thank Kankana Kundu, Ruben Props and Jana Wijnsouw for their
input and carefully reading the manuscript.
References
[1] G. Liobikien _e, M. Butkus, Scale, composition, and technique effects through
which the economic growth, foreign direct investment, urbanization, and
trade affect greenhouse gas emissions, Renew. Energy 132 (2019) 1310e1322.
[2] D. Gielen, F. Boshell, D. Saygin, M.D. Bazilian, N. Wagner, R. Gorini, The role of
renewable energy in the global energy transformation, Energy Strat. Rev. 24
(2019) 38e50.
[3] M. Simionescu, Y. Bilan, E. Krajnakova, D. Streimikiene, S. Gedek, Renewable
energy in the electricity sector and GDP per capita in the European union,
Energies 12 (13) (2019) 15.
[4] Eurostat, Renewable energy statistics, European Commission, 2018.
[5] N. Scarlat, J.-F. Dallemand, F. Fahl, Biogas: developments and perspectives in
europe, Renew. Energy 129 (2018) 457e472.
[6] P.L. McCarty, One hundred years of anaerobic treatment, Anaerobic Digest.
(1981) 3e22.
[7] L. Appels, J. Baeyens, J. Degreve, R. Dewil, Principles and potential of the
anaerobic digestion of waste-activated sludge, Prog. Energy Combust. Sci. 34
(6) (2008) 755e781.
[8] A.J. Ward, P.J. Hobbs, P.J. Holliman, D.L. Jones, Optimisation of the anaerobic
digestion of agricultural resources, Bioresour. Technol. 99 (17) (2008)
7928e7940.
[9] A. Kleybocker, M. Liebrich, W. Verstraete, M. Kraume, H. Wurdemann, Early
warning indicators for process failure due to organic overloading by rapeseed
oil in one-stage continuously stirred tank reactor, sewage sludge and waste
digesters, Bioresour. Technol. 123 (2012) 534e541.
[10] L. Li, Q.M. He, Y.M. Wei, Q. He, X.Y. Peng, Early warning indicators for moni-
toring the process failure of anaerobic digestion system of food waste, Bio-
resour. Technol. 171 (2014) 491e494.
[11] G. Adam, S. Lemaigre, A.C. Romain, J. Nicolas, P. Delfosse, Evaluation of an
electronic nose for the early detection of organic overload of anaerobic di-
gesters, Bioproc. Biosyst. Eng. 36 (1) (2013) 23e33.
[12] M. Madsen, J.B. Holm-Nielsen, K.H. Esbensen, Monitoring of anaerobic
digestion processes: a review perspective, Renew. Sustain. Energy Rev. 15 (6)
(2011) 3141e3155.
[13] D. Polag, T. May, L. Muller, H. Konig, F. Jacobi, S. Laukenmann, F. Keppler,
Online monitoring of stable carbon isotopes of methane in anaerobic diges-
tion as a new tool for early warning of process instability, Bioresour. Technol.
197 (2015) 161e170.
[14] M. Calusinska, X. Goux, M. Fossepre, E.E.L. Muller, P. Wilmes, P. Delfosse,
A year of monitoring 20 mesophilic full-scale bioreactors reveals the existence
of stable but different core microbiomes in bio-waste and wastewateranaerobic digestion systems, Biotechnol. Biofuels 11 (2018) 19.
[15] D. Riviere, V. Desvignes, E. Pelletier, S. Chaussonnerie, S. Guermazi,
J. Weissenbach, T. Li, P. Camacho, A. Sghir, Towards the definition of a core of
microorganisms involved in anaerobic digestion of sludge, ISME J. 3 (6) (2009)
700e714.
[16] J.P. Rui, J.B. Li, S.H. Zhang, X.F. Yan, Y.P. Wang, X.Z. Li, The core populations and
co-occurrence patterns of prokaryotic communities in household biogas di-
gesters, Biotechnol. Biofuels 8 (2015) 15.
[17] L. Treu, P.G. Kougias, S. Campanaro, I. Bassani, I. Angelidaki, Deeper insight
into the structure of the anaerobic digestion microbial community; the biogas
microbiome database is expanded with 157 new genomes, Bioresour. Tech-
nol. 216 (2016) 260e266.
[18] J. De Vrieze, L. Raport, H. Roume, R. Vilchez-Vargas, R. Jauregui, D.H. Pieper,
N. Boon, The full-scale anaerobic digestion microbiome is represented by
specific marker populations, Water Res. 104 (2016) 101e110.
[19] J. Lee, S.G. Shin, G. Han, T. Koo, S. Hwang, Bacteria and archaea communities in
full-scale thermophilic and mesophilic anaerobic digesters treating food
wastewater: key process parameters and microbial indicators of process
instability, Bioresour. Technol. 245 (2017) 689e697.
[20] L. Regueiro, J.M. Lema, M. Carballa, Key microbial communities steering the
functioning of anaerobic digesters during hydraulic and organic overloading
shocks, Bioresour. Technol. 197 (2015) 208e216.
[21] S. Theuerl, J. Klang, M. Heiermann, J. De Vrieze, Marker microbiome clusters
are determined by operational parameters and specific key taxa combinations
in anaerobic digestion, Bioresour. Technol. 263 (2018) 128e135.
[22] J.J. Werner, D. Knights, M.L. Garcia, N.B. Scalfone, S. Smith, K. Yarasheski,
T.A. Cummings, A.R. Beers, R. Knight, L.T. Angenent, Bacterial community
structures are unique and resilient in full-scale bioenergy systems, Proc. Natl.
Acad. Sci. U. S. A. 108 (10) (2011) 4158e4163.
[23] S. Poirier, A. Bize, C. Bureau, T. Bouchez, O. Chapleur, Community shifts within
anaerobic digestion microbiota facing phenol inhibition: towards early
warning microbial indicators? Water Res. 100 (2016) 296e305.
[24] S.D. Allison, J.B.H. Martiny, Resistance, resilience, and redundancy in microbial
communities, Proc. Natl. Acad. Sci. U. S. A. 105 (2008) 11512e11519.
[25] J. De Vrieze, M.E.R. Christiaens, D. Walraedt, A. Devooght, U.Z. Ijaz, N. Boon,
Microbial community redundancy in anaerobic digestion drives process re-
covery after salinity exposure, Water Res. 111 (2017) 109e117.
[26] S.G. Langer, S. Ahmed, D. Einfalt, F.R. Bengelsdorf, M. Kazda, Functionally
redundant but dissimilar microbial communities within biogas reactors
treating maize silage in co-fermentation with sugar beet silage, Microb. Bio-
technol. 8 (5) (2015) 828e836.
[27] C.M. Spirito, S.E. Daly, J.J. Werner, L.T. Angenent, Redundancy in anaerobic
digestion microbiomes during disturbances by the antibiotic monensin, Appl.
Environ. Microbiol. 84 (9) (2018) e02692-02617.
[28] F. Bühligen, R. Lucas, M. Nikolausz, S. Kleinsteuber, A T-RFLP database for the
rapid profiling of methanogenic communities in anaerobic digesters,
Anaerobe 39 (2016) 114e116.
[29] B.F.G. Pycke, C. Etchebehere, P. Van de Caveye, A. Negroni, W. Verstraete,
N. Boon, A time-course analysis of four full-scale anaerobic digesters in
relation to the dynamics of change of their microbial communities, Water Sci.
Technol. 63 (4) (2011) 769e775.
[30] J. De Vrieze, K. Plovie, W. Verstraete, N. Boon, Co-digestion of molasses or
kitchen waste with high-rate activated sludge results in a diverse microbial
community with stable methane production, J. Environ. Manag. 152 (2015)
75e82, 0.
[31] M. Keyser, R.C. Witthuhn, C. Lamprecht, M.P.A. Coetzee, T.J. Britz, PCR-based
DGGE fingerprinting and identification of methanogens detected in three
different types of UASB granules, Syst. Appl. Microbiol. 29 (1) (2006) 77e84.
[32] J. De Vrieze, A.J. Pinto, W.T. Sloan, U.Z. Ijaz, The active microbial community
more accurately reflects the anaerobic digestion process: 16S rRNA (gene)
sequencing as a predictive tool, Microbiome 6 (2018b) 13.
[33] A.S. Dhoble, S. Bekal, W. Dolatowski, C. Yanz, K.N. Lambert, K.D. Bhalerao,
A novel high-throughput multi-parameter flow cytometry based method for
monitoring and rapid characterization of microbiome dynamics in anaerobic
systems, Bioresour. Technol. 220 (2016) 566e571.
[34] J. Lambrecht, N. Cichocki, T. Hübschmann, C. Koch, H. Harms, S. Müller, Flow
cytometric quantification, sorting and sequencing of methanogenic archaea
based on F(420) autofluorescence, Microb. Cell Factories 16 (2017) 180.
[35] M. Marzorati, L. Wittebolle, N. Boon, D. Daffonchio, W. Verstraete, How to get
more out of molecular fingerprints: practical tools for microbial ecology,
Environ. Microbiol. 10 (6) (2008) 1571e1581.
[36] A. Shade, H. Peter, S.D. Allison, D.L. Baho, M. Berga, H. Burgmann, D.H. Huber,
S. Langenheder, J.T. Lennon, J.B.H. Martiny, K.L. Matulich, T.M. Schmidt,
J. Handelsman, Fundamentals of microbial community resistance and resil-
ience, Front. Microbiol. 3 (2012) 19.
[37] A. Shade, Diversity is the question, not the answer, ISME J. 11 (1) (2017) 1e6.
[38] J. Beal, A. Go~ni-Moreno, C. Myers, A. Hecht, M.d.C. de Vicente, M. Parco,
M. Schmidt, K. Timmis, G. Baldwin, S. Friedrichs, P. Freemont, D. Kiga,
E. Ordozgoiti, M. Rennig, L. Rios, K. Tanner, V. de Lorenzo, M. Porcar, The long
journey towards standards for engineering biosystems, EMBO Rep. (2020),
e50521.
[39] J.M. Choo, L.E.X. Leong, G.B. Rogers, Sample storage conditions significantly
influence faecal microbiome profiles, Sci. Rep. 5 (1) (2015) 16350.
[40] M. Lebuhn, J. Derenko, A. Rademacher, S. Helbig, B. Munk, A. Pechtl, Y. Stolze,
S. Prowe, W.H. Schwarz, A. Schlüter, W. Liebl, M. Klocke, DNA and RNA
J. De Vrieze / Environmental Science and Ecotechnology 3 (2020) 100032 5extraction and quantitative real-time PCR-based assays for biogas biocenoses
in an interlaboratory comparison, Bioengineering (Basel, Switzerland) 3 (1)
(2016) 7.
[41] M. Albertsen, S.M. Karst, A.S. Ziegler, R.H. Kirkegaard, P.H. Nielsen, Back to
basics - the influence of DNA extraction and primer choice on phylogenetic
analysis of activated sludge communities, PloS One 10 (7) (2015) 15.
[42] M.A. Fischer, S. Güllert, S.C. Neulinger, W.R. Streit, R.A. Schmitz, Evaluation of
16S rRNA gene primer pairs for monitoring microbial community structures
showed high reproducibility within and low comparability between datasets
generated with multiple archaeal and bacterial primer pairs, Front. Microbiol.
7 (1297) (2016).
[43] F. Fouhy, A.G. Clooney, C. Stanton, M.J. Claesson, P.D. Cotter, 16S rRNA gene
sequencing of mock microbial populations- impact of DNA extraction method,
primer choice and sequencing platform, BMC Microbiol. 16 (1) (2016) 123.
[44] J. Quick, A.R. Quinlan, N.J. Loman, A reference bacterial genome dataset
generated on the MinION (TM) portable single-molecule nanopore sequencer,
GigaScience 3 (2014) 6.
[45] M.A. Quail, M. Smith, P. Coupland, T.D. Otto, S.R. Harris, T.R. Connor, A. Bertoni,
H.P. Swerdlow, Y. Gu, A tale of three next generation sequencing platforms:
comparison of Ion Torrent, Pacific Biosciences and Illumina MiSeq sequencers,
BMC Genom. 13 (1) (2012) 341.
[46] D. Straub, N. Blackwell, A.L. Fuentes, A. Peltzer, S. Nahnsen, S. Kleindienst,
Interpretations of microbial community studies are biased by the selected 16S
rRNA gene amplicon sequencing pipeline, bioRxiv (2019),
2019.2012.2017.880468.
[47] J. De Vrieze, U.Z. Ijaz, A.M. Saunders, S. Theuerl, Terminal restriction fragment
length polymorphism is an “old school” reliable technique for swift microbial
community screening in anaerobic digestion, Sci. Rep. 8 (1) (2018a) 16818.
[48] J.W. Lim, T. Ge, Y.W. Tong, Monitoring of microbial communities in anaerobic
digestion sludge for biogas optimisation, Waste Manag. 71 (2018) 334e341.
[49] L.W. Hugerth, A.F. Andersson, Analysing microbial community composition
through amplicon sequencing: from sampling to hypothesis testing, Front.
Microbiol. 8 (1561) (2017).
[50] M.C. Nelson, M. Morrison, Z.T. Yu, A meta-analysis of the microbial diversity
observed in anaerobic digesters, Bioresour. Technol. 102 (4) (2011)
3730e3739.
[51] W. Zhang, J.J. Werner, M.T. Agler, L.T. Angenent, Substrate type drives varia-
tion in reactor microbiomes of anaerobic digesters, Bioresour. Technol. 151
(2014) 397e401.
[52] L.R. Thompson, J.G. Sanders, D. McDonald, A. Amir, J. Ladau, K.J. Locey, R.J. Prill,
A. Tripathi, S.M. Gibbons, G. Ackermann, J.A. Navas-Molina, S. Janssen,
E. Kopylova, Y. Vazquez-Baeza, A. Gonzalez, J.T. Morton, S. Mirarab, Z.Z. Xu,
L.J. Jiang, M.F. Haroon, J. Kanbar, Q.J. Zhu, S.J. Song, T. Kosciolek, N.A. Bokulich,
J. Lefler, C.J. Brislawn, G. Humphrey, S.M. Owens, J. Hampton-Marcell, D. Berg-
Lyons, V. McKenzie, N. Fierer, J.A. Fuhrman, A. Clauset, R.L. Stevens, A. Shade,
K.S. Pollard, K.D. Goodwin, J.K. Jansson, J.A. Gilbert, R. Knight, J.L.A. Rivera,
L. Al-Moosawi, J. Alverdy, K.R. Amato, J. Andras, L.T. Angenent,
D.A. Antonopoulos, A. Apprill, D. Armitage, K. Ballantine, J. Barta, J.K. Baum,
A. Berry, A. Bhatnagar, M. Bhatnagar, J.F. Biddle, L. Bittner, B. Boldgiv, E. Bottos,
D.M. Boyer, J. Braun, W. Brazelton, F.Q. Brearley, A.H. Campbell, J.G. Caporaso,
C. Cardona, J. Carroll, S.C. Cary, B.B. Casper, T.C. Charles, H.Y. Chu, D.C. Claar,
R.G. Clark, J.B. Clayton, J.C. Clemente, A. Cochran, M.L. Coleman, G. Collins,
R.R. Colwell, M. Contreras, B.B. Crary, S. Creer, D.A. Cristol, B.C. Crump, D.Y. Cui,
S.E. Daly, L. Davalos, R.D. Dawson, J. Defazio, F. Delsuc, H.M. Dionisi,
M.G. Dominguez-Bello, R. Dowell, E.A. Dubinsky, P.O. Dunn, D. Ercolini,
R.E. Espinoza, V. Ezenwa, N. Fenner, H.S. Findlay, I.D. Fleming, F. Vincenzo,
A. Forsman, C. Freeman, E.S. Friedman, G. Galindo, L. Garcia, M.A. Garcia-
Amado, D. Garshelis, R.B. Gasser, G. Gerdts, M.K. Gibson, I. Gifford, R.T. Gill,
T. Giray, A. Gittel, P. Golyshin, D.L. Gong, H.P. Grossart, K. Guyton, S.J. Haig,
V. Hale, R.S. Hall, S.J. Hallam, K.M. Handley, N.A. Hasan, S.R. Haydon,
J.E. Hickman, G. Hidalgo, K.S. Hofmockel, J. Hooker, S. Hulth, J. Hultman,
E. Hyde, J.D. Ibanez-Alamo, J.D. Jastrow, A.R. Jex, L.S. Johnson, E.R. Johnston,
S. Joseph, S.D. Jurburg, D. Jurelevicius, A. Karlsson, R. Karlsson, S. Kauppinen,
C.T.E. Kellogg, S.J. Kennedy, L.J. Kerkhof, G.M. King, G.W. Kling, A.V. Koehler,
M. Krezalek, J. Kueneman, R. Lamendella, E.M. Landon, K. Lane-deGraaf,
J. LaRoche, P. Larsen, B. Laverock, S. Lax, M. Lentino, Levin II, P. Liancourt,
W.J. Liang, A.M. Linz, D.A. Lipson, Y.Q. Liu, M.E. Lladser, M. Lozada, C.M. Spirito,
W.P. MacCormack, A. MacRae-Crerar, M. Magris, A.M. Martin-Platero,
M. Martin-Vivaldi, L.M. Martinez, M. Martinez-Bueno, E.M. Marzinelli,
O.U. Mason, G.D. Mayer, J.M. McDevitt-Irwin, J.E. McDonald, K.L. McGuire,
K.D. McMahon, R. McMinds, M. Medina, J.R. Mendelson, J.L. Metcalf, F. Meyer,
F. Michelangeli, K. Miller, D.A. Mills, J. Minich, S. Mocali, L. Moitinho-Silva,
A. Moore, R.M. Morgan-Kiss, P. Munroe, D. Myrold, J.D. Neufeld, Y.Y. Ni,
G.W. Nicol, S. Nielsen, J.I. Nissimov, K.F. Niu, M.J. Nolan, K. Noyce, S.L. O’Brien,
N. Okamoto, L. Orlando, Y.O. Castellano, O. Osuolale, W. Oswald, J. Parnell,
J.M. Peralta-Sanchez, P. Petraitis, C. Pfister, E. Pilon-Smits, P. Piombino,
S.B. Pointing, F.J. Pollock, C. Potter, B. Prithiviraj, C. Quince, A. Rani, R. Ranjan,
S. Rao, A.P. Rees, M. Richardson, U. Riebesell, C. Robinson, K.J. Rockne,
S.M. Rodriguezl, F. Rohwer, W. Roundstone, R.J. Safran, N. Sangwan, V. Sanz,
M. Schrenk, M.D. Schrenzel, N.M. Scott, R.L. Seger, A. Seguin-Orlando, L. Seldin,
L.M. Seyler, B. Shakhsheer, G.M. Sheets, C.C. Shen, Y. Shi, H.D. Shin,
B.D. Shogan, D. Shutler, J. Siegel, S. Simmons, S. Sjoling, D.P. Smith, J.J. Soler,
M. Sperling, P.D. Steinberg, B. Stephens, M.A. Stevens, S. Taghavi, V. Tai, K. Tait,
C.L. Tan, N. Tas, D.L. Taylor, T. Thomas, I. Timling, B.L. Turner, T. Urich,
L.K. Ursell, D. van der Lelie, W. Van Treuren, L. van Zwieten, D. Vargas-Robles,R.V. Thurber, P. Vitaglione, D.A. Walker, W.A. Walters, S. Wang, T. Wang,
T. Weaver, N.S. Webster, B. Wehrle, P. Weisenhorn, S. Weiss, J.J. Werner,
K. West, A. Whitehead, S.R. Whitehead, L.A. Whittingham, E. Willerslev,
A.E. Williams, S.A. Wood, D.C. Woodhams, Y.Q. Yang, J. Zaneveld,
I. Zarraonaindia, Q.K. Zhang, H.X. Zhao, C. Earth Microbiome Project,
A communal catalogue reveals Earth’s multiscale microbial diversity, Nature
551 (7681) (2017) 457e463.
[53] B.A. Methe, K.E. Nelson, M. Pop, H.H. Creasy, M.G. Giglio, C. Huttenhower,
D. Gevers, J.F. Petrosino, S. Abubucker, J.H. Badger, A.T. Chinwalla, A.M. Earl,
M.G. FitzGerald, R.S. Fulton, K. Hallsworth-Pepin, E.A. Lobos, R. Madupu,
V. Magrini, J.C. Martin, M. Mitreva, D.M. Muzny, E.J. Sodergren, J. Versalovic,
A.M. Wollam, K.C. Worley, J.R. Wortman, S.K. Young, Q. Zeng, K.M. Aagaard,
O.O. Abolude, E. Allen-Vercoe, E.J. Alm, L. Alvarado, G.L. Andersen, S. Anderson,
E. Appelbaum, H.M. Arachchi, G. Armitage, C.A. Arze, T. Ayvaz, C.C. Baker,
L. Begg, T. Belachew, V. Bhonagiri, M. Bihan, M.J. Blaser, T. Bloom, V.R. Bonazzi,
P. Brooks, G. Buck, C.J. Buhay, D.A. Busam, J.L. Campbell, S.R. Canon,
B.L. Cantarel, P.S. Chain, I.M.A. Chen, L. Chen, S. Chhibba, K. Chu, D.M. Ciulla,
J.C. Clemente, S.W. Clifton, S. Conlan, J. Crabtree, M.A. Cutting, N.J. Davidovics,
C.C. Davis, T.Z. DeSantis, C. Deal, K.D. Delehaunty, F.E. Dewhisrst, E. Deych,
Y. Ding, D.J. Dooling, S.P. Dugan, W.M. Dunne, A.S. Durkin, R.C. Edgar,
R.L. Erlich, C.N. Farmer, R.M. Farrell, K. Faust, M. Feldgarden, V.M. Felix,
S. Fisher, A.A. Fodor, L. Forney, L. Foster, V. Di Francesco, J. Friedman,
D.C. Friedrich, C.C. Fronick, L.L. Fulton, H. Gao, N. Garcia, G. Giannoukos,
C. Giblin, M.Y. Giovanni, J.M. Goldberg, J. Goll, A. Gonzalez, A. Griggs, S. Gujja,
B.J. Haas, H.A. Hamilton, E.L. Harris, T.A. Hepburn, B. Herter, D.E. Hoffmann,
M.E. Holder, C. Howarth, K.H. Huang, S.M. Huse, J. Izard, J.K. Jansson, H.Y. Jiang,
C. Jordan, V. Joshi, J. Katancik, W. Keitel, S.T. Kelley, C. Kells, S. Kinder-Haake,
N.B. King, R. Knight, D. Knights, H.H. Kong, O. Koren, S. Koren, K.C. Kota,
C.L. Kovar, N.C. Kyrpides, P.S. La Rosa, S.L. Lee, K.P. Lemon, N. Lennon,
C.M. Lewis, L. Lewis, R.E. Ley, K. Li, K. Liolios, B. Liu, Y. Liu, C.C. Lo,
C.A. Lozupone, R.D. Lunsford, T. Madden, A.A. Mahurkar, P.J. Mannon,
E.R. Mardis, V.M. Markowitz, K. Mavrommatis, J.M. McCorrison, D. McDonald,
J. McEwen, A.L. McGuire, P. McInnes, T. Mehta, K.A. Mihindukulasuriya,
J.R. Miller, P.J. Minx, I. Newsham, C. Nusbaum, M. O’Laughlin, J. Orvis, I. Pagani,
K. Palaniappan, S.M. Patel, M. Pearson, J. Peterson, M. Podar, C. Pohl,
K.S. Pollard, M.E. Priest, L.M. Proctor, X. Qin, J. Raes, J. Ravel, J.G. Reid, M. Rho,
R. Rhodes, K.P. Riehle, M.C. Rivera, B. Rodriguez-Mueller, Y.H. Rogers,
M.C. Ross, C. Russ, R.K. Sanka, P. Sankar, J.F. Sathirapongsasuti, J.A. Schloss,
P.D. Schloss, T.M. Schmidt, M. Scholz, L. Schriml, A.M. Schubert, N. Segata,
J.A. Segre, W.D. Shannon, R.R. Sharp, T.J. Sharpton, N. Shenoy, N.U. Sheth,
G.A. Simone, I. Singh, C.S. Smillie, J.D. Sobel, D.D. Sommer, P. Spicer,
G.G. Sutton, S.M. Sykes, D.G. Tabbaa, M. Thiagarajan, C.M. Tomlinson,
M. Torralba, T.J. Treangen, R.M. Truty, T.A. Vishnivetskaya, J. Walker, L. Wang,
Z. Wang, D.V. Ward, W. Warren, M.A. Watson, C. Wellington,
K.A. Wetterstrand, J.R. White, K. Wilczek-Boney, Y.Q. Wu, K.M. Wylie, T. Wylie,
C. Yandava, L. Ye, Y. Ye, S. Yooseph, B.P. Youmans, L. Zhang, Y.J. Zhou, Y.M. Zhu,
L. Zoloth, J.D. Zucker, B.W. Birren, R.A. Gibbs, S.K. Highlander, G.M. Weinstock,
R.K. Wilson, O. White, C. Human Microbiome Project, A framework for human
microbiome research, Nature 486 (7402) (2012) 215e221.
[54] I.B. Zhulin, Databases for microbiologists, J. Bacteriol. 197 (15) (2015)
2458e2467.
[55] S.J. McIlroy, A.M. Saunders, M. Albertsen, M. Nierychlo, B. McIlroy,
A.A. Hansen, S.M. Karst, J.L. Nielsen, P.H. Nielsen, MiDAS: the field guide to the
microbes of activated sludge, Database-J. Biol. Databases Curat. 8 (2015).
[56] S.J. McIlroy, R.H. Kirkegaard, B. McIlroy, M. Nierychlo, J.M. Kristensen,
S.M. Karst, M. Albertsen, P.H. Nielsen, MiDAS 2.0: an Ecosystem-specific
Taxonomy and Online Database for the Organisms of Wastewater Treat-
ment Systems Expanded for Anaerobic Digester Groups, 2017. Database 2017.
[57] M. Nierychlo, K.S. Andersen, Y. Xu, N. Green, M. Albertsen, M.S. Dueholm,
P.H. Nielsen, Species-level microbiome composition of activated sludge -
introducing the MiDAS 3 ecosystem-specific reference database and taxon-
omy, bioRxiv (2019) 842393.
[58] B.J. Callahan, P.J. McMurdie, S.P. Holmes, Exact sequence variants should
replace operational taxonomic units in marker-gene data analysis, ISME J. 11
(12) (2017) 2639e2643.
[59] B. Buysschaert, L. Vermijs, A. Naka, N. Boon, B. De Gusseme, Online flow
cytometric monitoring of microbial water quality in a full-scale water treat-
ment plant, Npj Clean Water 1 (2018) 7.
[60] I. Passaris, P. Van Gaelen, R. Cornelissen, K. Simoens, D. Grauwels,
L. Vanhaecke, D. Springael, I. Smets, Cofactor F430 as a biomarker for meth-
anogenic activity: application to an anaerobic bioreactor system, Appl.
Microbiol. Biotechnol. 102 (3) (2018) 1191e1201.
[61] J. De Vrieze, W. Verstraete, Perspectives for microbial community composition
in anaerobic digestion: from abundance and activity to connectivity, Environ.
Microbiol. 18 (9) (2016) 2797e2809.
[62] K. Verbeeck, L.C. Buelens, V.V. Galvita, G.B. Marin, K.M. Van Geem, K. Rabaey,
Upgrading the value of anaerobic digestion via chemical production from grid
injected biomethane, Energy Environ. Sci. 11 (2018) 1788e1802.
[63] R. Kleerebezem, B. Joosse, R. Rozendal, M.C.M. Van Loosdrecht, Anaerobic
digestion without biogas? Rev. Environ. Sci. Biotechnol. 14 (4) (2015)
787e801.
[64] N. Acosta, M. Sakarika, F.-M. Kerckhof, C.K.Y. Law, J. De Vrieze, K. Rabaey,
Microbial protein production from methane via electrochemical biogas
upgrading, Chem. Eng. J. (2019) 123625.
